One of seven MPTs inferred from combined analyses of nuc18S and nuc28S rDNA sequences. BSMP, BSML bootstrap support values ≥ 50 % and BYPPs ≥ 0.95 are given at left above the node, right above the node and below the node, respectively. The original code numbers of these sequences selected for phylogenetic analyses are given in the tree after the taxon names Fig. 3 The best MPT obtained from the ITS rDNA dataset. Bootstrap resampling values ≥ 50 % are given above the branches, and BYPPs ≥ 0.95 are indicated below the nodes. The original code numbers of these sequences selected for phylogenetic analyses are given in the tree after the taxon names
